

Hunger: ' 01 fioft?3&. 



rrors? Gk>r^t^p5ph <£?T1G Sys 




□ 

□ 




□ 

□ 

□ 



□ 



□ 
□ 

□ 





Changed a file from non-ASCII jo ASCfl 

Changed the margins in cases where the sequence text wal-wfiji 
Edited a format error in the Current Application Data section, specifically: 




^Branch 

CRF ProcossJn^j Datejr^ 
Edltod by: 
Verified by: 



Jbp*o£?ct line. 



Edited the Current Application Data section wHh the aduaJ current number. The number %ed# the 
applicant was □ the prior application data; or □ other . • ^ 

Added the mandatory heading and subheadings for 'Current Application Data". 

Edited the Number of Sequences" field. The applicant spelled out a number instead of using an integer 
Changed the spelling of a mandatory field (the headings ofsibheaaTngs). specie**/:, * 



Corrected .ho SEQ ID NO when obviously incorrect. The sequence gumbers that were edited were: 



Inserted 



or corrected a nucleic number at the end of a nucleic line. SEQ ID NO's edited: 



responses must be on the same line as each subheading. If the 



Corrected subheading placement. All responses musi oe u.. ...» - — 
app^p'ced a re f£ n se below the subheading, this was moved to ,.s approbate place 

Inserted colons after headings/subheadings. Headings edited included: 




Deleted extra, invalid, headings used by an applicant, specifically: 




Deleted: g^hon-ASCII -garbage" at the beginn. 
□ page numbers throughout text; □ other .nvalidraxi. sue. as 



/end of files: □ secretary initials/filename at end of file; 



Inserted mandatory headings, specifically: , 

Corrected an obvious error in the response, specifically: 



Edited identifiers where upper case is used but lower case is required, or vice versa, 



Corrected an error i 



n the Number of Sequences field, specifically: 



A "Hard Page Break" code was inserted by the applicant. All occurrences had to be deleted. 
Deleted ending' stop codon in amino acid sequences and.djusted the -(A)Leng1h : - fiel d accordingfy (err or 
due to a Patentln bug). Sequences corrected: . — _ — *— . - — 



Other: 




^ 6r 71^^^ corrections onu^^mrplr^ted to foe applicant in the first Office 



Miction. DO NOT send a copy of this f 6rrn^ ; r 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/101 , 4 2 3B 



DATE: 01/11/2001 
TIME: 13:19:54 



Input Set : A:\Sequence Listing 

Output Set: N:\CRF3\01112001\I101423B.raw 

<110> APPLICANT: Rudland, Philip S. 

Bar cac lough, Roger B. 
<120> TITLE OF INVENTION: Metastasis Inducing DNA's 
<130> FILE REFERENCE : WPT 0114 PUS 

<140> CURRENT APPLICATION NUMBER: US 09/101 ,423B 

<-14 1> CURRENT FILING DATE : 1998 - 1 1 - 27 

<150> PRIOR APPLICATION NUMBER: PCT/GB9 7/00 074 

<151> PRIOR FILING DATE: 1997-01-10 

<160> NUMBER OF SEQ ID: 8 
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32 



X 



Does Not Comply 
Corrected Diskette Needed 



ERRORED SEQUENCES 



271 <210> 

272 <211> 
27 3 <212> 
274 <213> 



W--> 



SEQ ID NO: B 

LENGTH: 47 base pa i.rs 

TYPE : DNA 

ORGANISM: Homo sapiens 



275 <400> SEQUENCE: 8 

277 aqcta tiaatq ^jr^f^t-tr_aorPt(ia f.cqaccqcaa qcttcjga 



47 



w __> 2 7 9/MT\cHents\W\WPT\0 114pusa\2nd revi s seq list 12-20-00. wpd 
E~-> 28/5 kathy 12/20/00 
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5 M:283 W 

6 M:283 W 

7 M: 28 3 W 
11 H:283 W 
59 M:283 W 



VERIFICATION SUMMARY ^ . 

PATENT APPLICATION:* US/09/101 , 4 2 3B 



DA 'lb : 01/11/2001 
TIME: 13:19:56 



input Set 
Output Set 



A:\Sequence Listing 
N:\CRF3\01112001\I1014 2 3B.raw 



27 5 
279 
280 
280 
280 
280 
280 



M 
M 
M 
M 
M 
M 
M 



283 
3 34 
33 6 
254 
32 0 

: 112 

: 252 



Missing Blank Line separator, <120> field identifier 
Missing Blank Line separator, <13u> field identifier 
Hissing Blank Line separator, <140> field identifier 
Missinq Blank Line separator, <rl60> field identitier 
Missing Blank Line separator, <400> field identifier 
W Missing Blank Line separator, <400> field identifier 
w! (2) invalid Amino Acid in Coding Region, NUMBER OF INVALID KEYS : 5 
W Invalid Amino Acid Number in Coding Region, SEQ ID: 8 
K- No of Bases conflict, LENGTH : rnput : 0 Counted: 54 SEQ:8 
E: (1) Wrong Nucleic Acid Designator, NUMBER OF INVALID KEYS : 6 
C- (48) String data converted to lower case, 

E: NO. Of Seq". differs, <211> LENGTH : Input : 4 7 Found:54 SEQ: 8 
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